Mycobacterium sp. strain VKM Ac-1817D is capable of converting phytosterol into 9␣-hydroxy androst-4-ene-3,17-dione (9-OH-AD), which is a valuable intermediate for the steroid pharmaceutical industry. Here, a complete genome sequence of the strain is reported. The genome consists of a single circular 6,324,222-bp chromosome with a G؉C content of 66.2% and encodes approximately 6,000 CDSs, 54 tRNAs, and 6 rRNAs. 
T he fast-growing nonpathogenic mycobacteria were reported to carry out side-chain degradation of natural sterols, such as phytosterol, to form 3-keto-4-ene androstanes, which are the key intermediates for the synthesis of pharmaceutical steroids (1) . Mycobacterium sp. strain VKM Ac-1817D effectively generates 9␣-hydroxy androst-4-ene-3,17-dione (9-OH-AD) as a major product from phytosterol. Recently, on the basis of genome data mining and the assembly of contigs, we evaluated the strain features that are of significance for phytosterol catabolism (2) . In this work, we report the complete genome assembly.
A short-read library containing DNA fragments of 364 Ϯ 17 bp insert length was prepared with a DNA sample preparation kit (New England Biolabs) after digestion of genomic DNA with NEBNext dsDNA Fragmentase. The library was sequenced on Genome Analyzer IIx (paired-end 72-nucleotide reads) and HiSeq 2000 (paired-end 100-nucleotide reads). The mate-pair library with fragments of 3,720 Ϯ 1918 bp was created with the Nextera mate-pair sample preparation kit (Illumina) and was also sequenced on the HiSeq 2000 platform. NextClip version 0.8 (3) was used to remove paired-end contamination in the mate-pair reads. The reads were adapter and quality trimmed by Trimmomatic 0.32 (4) . De novo genome assembly was performed with Velvet version 1.2 (5), Spades version 3.1.0 (6), and CLC Genomics Workbench version 6.0 (http://www.clcbio.com) using both paired-end and mate-pair reads. The contigs produced by the assemblies were manually combined into a single circular contig in BioEdit (7) . Quality of the resulting contig was assessed by REAPR version 1.0.17 (8) . The contig was also checked by mapping reads in CLC Genomics Workbench and visually inspecting putatively ambiguous places. Mean coverage of the resulting genome by two libraries was 621.
The genome is 6,324,222 nucleotides in length, with a GC content of 66.2%. Annotation of the genome was carried out both with RAST (9) and NCBI Prokaryotic Genome Annotation Pipeline (PGAP; http://www.ncbi.nlm.nih.gov/genome/annotation _prok). The RAST annotation revealed 6,118 CDSs, and the annotation by PGAP revealed 6,043 genes, of which 5,691 were determined to be protein-coding genes and 291 to be pseudogenes. The genome encodes 54 tRNAs (of which one is pseudo and 43 of the other 53 are unique), 6 rRNAs, and 1 ncRNA.
The complete genome sequence is useful for genome-based approaches to genetic manipulations for the purpose of creating novel sterol-transforming biocatalysts for the steroid industry.
Nucleotide sequence accession number. The complete genome sequence has been deposited in GenBank under the accession number CP009914.
